Culture OD at cell collection for transcriptional analysis by qPCR. highlighted red in the sequence alignment, and closely conserved residues are yellow. The location of the CA_C0359 helices and beta sheets are indicated above the alignment. Residues believed to be involved in catalytic activity for CA_C0359 contain a grey oval below the sequence B. The sequence alignment was mapped to a surface rendering of CA_C0359 crystal structure. Red indicates highly conserved residues, and blue illustrates low residue conservation. A. ΔGalA-Rha sugar is computationally modeled into the predicted active site to show the pocket appears to be conserved in the GH105 family. ΔGlcA-GalNAc, and C. ΔGalA-Rha bound to the electrostatic potential surface rendering of the CA_C0359 structure. The images to the right show the active site residues Tyr25, Asp75, Asp130, and His 176 (green, labeled in yellow) in relation to the sugars bound to the structure. CA_C0359 structure is indicated as a cyan ribbon diagram in the images to the right. The images to the left show the computationally determined modelled sugar bound to CA_C0359 structure shown in a surface rendering of the protein electrostatic potential. The unsaturated sugar binds to the negatively charged portion of the binding pocket. 
